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<212> DNA 

<213> Saioella complicata 

<400> 1 



ttttgtgggg 


tcgaaaagtc 


ggcacgggtg 


caggttcggc 


ttgagaccag 


taaaggctcg 


60 


gagattgagt 


tcaggacaaa 


gctttgatcc 


gtgaggtcta 


catcttcagc 


aaatcatttc 


120 


aaatccatat 


accatggcct 


caccagcact 


gcggatacga 


agcatcagct 


ctcgatcaat 


180 


cgcctctctg 


cgatcggtta 


ccctaagaac 


agcctcggca 


ccttcattac gactaagatg 


240 


taccccgacg 


agccggccat 


cgagttcatg 


ggctgctgct 


gtgtcttcgg 


cgtcgagact 


300 


ggttgagcct 


gatccgaatc 


aacctctcat 


caatccgctc 


aacttggtcg 


gtcccgagat 


360 


gtcaaatctt 


acatccaaca 


tccgatctct 


cctcggttca 


ggacaccctt 


ctctcgacac 


420 


tgtcgctaaa 


tactatgttc 


agtctgaggg 


aaagcatatt 


cgtccgctca tggtactgct 


480 


gatggctcag 


gcgacggagg 


ttgcgccaaa 


agttcagggt 


tgggagaagg 


tcgtggaggt 


540 


tccggtgaac 


gagggactcg 


caccaccaga 


ggtgctcaat 


gacaagaacc 


cagatatgat 


600 


gaacatgagg 


tcaggaccat 


taacgaagga 


cggcgagatc 


gagggacaga 


cgtcgaatat 


660 


cctcgcctcg 


caacggcggt 


tggctgagat 


cacggagatg 


atccatgcag 


catcactcct 


720 


ccacgacgac 


gttatcgacg 


cttccgagac 


cagacgaaac 


gcaccatccg 


gaaaccaggc 


780 


attcggaaac 


aagatggcga 


ttttggctgg 


tgatttcttg 


ttgggacggg 


cgtctgttgc 


840 


attggcgagg 


ttgcgcaatc 


cggaggtgat 


tgagcttttg 


gctactgtta ttgcaaactt 


900 


ggttgaggga 


gagttcatgc 


agttgaaaaa 


tactgttgat 


gatgcgattg aggctacggc 


960 


gacgcaggaa 


acgttcgatt 


actatttgca 


gaagacttac 


ttgaagactg 


cgtccttgat 


1020 


tgccaagtcg 


tgcagagcaa 


gtgcgcttct 


gggtggtgct 
Page 


acgcctgagg 
1 


ttgctgatgc 


1080 



! 



ugcttatgcL 


tacggaagga 


accttggttt 
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ggcdLLCcag axcgLcgacg 


acatgcxcgd 


1 1 AC\ 




tccgctaccg acctcggtaa 


gcccgccggt gcagacctcc 


age Lcgy n_ l 




cgccaccgcg 


ccggccctct 


tcgcatggaa 


gcaccacgcc gagcxcggxc 


CCdLgaLCad 




gcgcaagt tc 


tctgacccag 


gagacgtcga 


gcgrgcacgc gagrrggLcg 


agaaaagrga 




tggattggag 


aagacgagag 


ccttggcgga 


ggag^acgcc cagaaggcgx 


Lggatgcaat. 


IjOU 


xcggacgrxc 


ccggagagtc 


cggcacggaa 


ggcLi-Lggag cagLugacgg 


acaagg xgux 




gactaggtca 


agataggaat 


tcgagctcgg 


tacccgggga tcctctagag 


tcgacctgca 


1500 


ggcatgcaag 


cttggctgtt 


ttggcggatg 


agagaagatt ttcagcctga 


tacagattaa 


1560 


atcagaacgc 


agaagcggtc 


tgataaaaca 


gaatttgcct ggcggcagta 


gcgcggtggt 


1620 


cccacctgac 


cccatgccga 


actcagaagt 


gaa 




1653 



<210> 2 

<211> 440 

<212> PRT 

<213> Saitoella complicata 

<400> 2 

Met Ala ser Pro Ala Leu Arg lie Arg Ser lie ser Ser Arg ser lie 
1 5 10 15 

Ala ser Leu Arg ser val Thr Leu Arg Thr Ala ser Ala Pro Ser Leu 
20 25 30 

Arg Leu Arg cys Thr Pro Thr Ser Arg Pro Ser ser ser Trp Ala Ala 
35 40 45 

Ala val Ser ser Ala Ser Arg Leu val Glu Pro Asp Pro Asn Gin Pro 
50 55 60 

Leu lie Asn pro Leu Asn Leu val Gly Pro Glu Met Ser Asn Leu Thr 
65 70 75 80 

Ser Asn lie Arg Ser Leu Leu Gly Ser Gly His Pro Ser Leu Asp Thr 
85 90 95 

Val Ala Lys Tyr Tyr Val Gin Ser Glu Gly Lys His lie Arg pro Leu 
100 105 110 

Met val Leu Leu Met Ala Gin Ala Thr Glu Val Ala Pro Lys Val Gin 
115 120 125 

Gly Trp Glu Lys Val val Glu Val Pro Val Asn Glu Gly Leu Ala Pro 
130 135 140 
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Pro Glu val Leu Asn Asp Lys Asn Pro Asp Met Met Asn Met Arg ser 
145 150 155 160 

Gly Pro Leu Thr Lys Asp Gly Glu lie Glu Gly Gin Thr Ser Asn He 
165 170 175 

Leu Ala Ser Gin Arg Arg Leu Ala Glu lie Thr Glu Met lie His Ala 
180 185 190 

Ala Ser Leu Leu His Asp Asp val lie Asp Ala Ser Glu Thr Arg Arg 
195 200 205 

Asn Ala Pro Ser Gly Asn Gin Ala Phe Gly Asn Lys Met Ala lie Leu 
210 215 220 

Ala Gly Asp Phe Leu Leu Gly Arg Ala Ser Val Ala Leu Ala Arg Leu 
225 230 235 240 

Arg Asn Pro Glu val lie Glu Leu Leu Ala Thr val lie Ala Asn Leu 
245 250 255 

val Glu Gly Glu Phe Met Gin Leu Lys Asn Thr val Asp Asp Ala lie 
260 265 270 

Glu Ala Thr Ala Thr Gin Glu Thr Phe Asp Tyr Tyr Leu Gin Lys Thr 
275 280 285 

Tyr Leu Lys Thr Ala Ser Leu lie Ala Lys Ser Cys Arg Ala Ser Ala 
290 295 300 

Leu Leu Gly Gly Ala Thr Pro Glu val Ala Asp Ala Ala Tyr Ala Tyr 
305 310 315 320 

Gly Arg Asn Leu Gly Leu Ala Phe Gin lie val Asp Asp Met Leu Asp 
325 330 335 

Tyr Thr Val Ser Ala Thr Asp Leu Gly Lys Pro Ala Gly Ala Asp Leu 
340 345 350 

Gin Leu Gly Leu Ala Thr Ala Pro Ala Leu Phe Ala Trp Lys His His 
355 360 365 

( 

Ala Glu Leu Gly Pro Met lie Lys Arg Lys Phe Ser Asp Pro Gly Asp 
370 375 380 

Val Glu Arg Ala Arg Glu Leu Val Glu Lys Ser Asp Gly Leu Glu Lys 
385 390 395 400 
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Thr Arg Ala Leu Ala Glu Glu Tyr Ala Gin Lys Ala Leu Asp Ala lie 
405 410 415 



7 Arg Thr Phe Pro Glu Ser Pro Ala Arg Lys Ala Leu Glu Gin Leu Thr 
420 . 425 430 



Asp Lys val Leu Thr Arg Ser Arg 
435 440 
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